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Eubacterial rRNA genes are usually organized in opeirons
containing the 16S, 23S and 5S rRNA genes, in that order (I).
A cluster of structural rRNA genes was discovered during
nucleotide sequencing of a cloned 3.6-kb BamiiHI fragment of
DNA from B. bacillifornis, the agent of Oroya fever in humans.
The 5S rRNA gene is 119 bp in length and is located 107 bases
3' to the 23S rRNA gene of the bacterium (Figure IA). The gene
contains the highly conserved eubacterial 5S rRNA sequence G-
AAC (Figure IB), which is believed to interact with tRNA's
during translation (2). The 5S gene is immediately preceded and
followed by a 12-base inverted repeat flanked by adenine-rich
sequences (Figure IB). Previous homology searches using the
1 6S rRNA sequence of B. bacilliformnis indicated that the
bacterium was closely related to Rochalirnaea quintanti. Brucellai
abortus, and Agrobacteriiumni tumniefacien.s with 91.7 %. 91.37(%.
and 88.8% identity, respectively (3). In keeping with the high
degree of 16S rRNA homology (3). searches with the 5S rRNA
gene from this study show 84% sequence identity to the 5S gene
of A. tumefacienis. The 5S sequence homology also suggests that
B.bacilliformnis may be closely related to Vibrio cvclosite.s. with
91.6% 5S rRNA sequence identity (4). As the 16S rRNA
sequence from V. cvclosites and the 5S rRNA sequences of
R. quintana and B. abortus become available, a further homology
comparison will be useful for the proper classification of
B.bacilliformis. The bacterium is presently placed in the order
Rickettsiales. However, it is the only motile species in the order
and is one of just two genera, including Rochalirnaea. which can
be cultured axenically (5).
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B
1 AAGCTTACTG ATACTAATAG TTCGATTGG? TTGATC3TTC TCATTTCCTC TATTCATTCA
61 TGATGAAACA CTCAATTAAT GAATAAAACT AAAACTTAAT AAAAGCACAA AACCAGTTTC
121 TCAATTCTAT GCCCTTTGCT GACTTGGTGG TTATGGCGGA ACGCCTGCAC CCGATCCCAT
181 CCCGAACTCG GCCGTGAAAC GTTCCAGCGC TGATGGTACT TTGTCTTAAG GCACGGGAGA
241 GTAAGTCGCT GCCAGGTCTG CTAAGGGCAT AGAAACATCC TCACAATCTT CAAAAAATTC
301 TGTCATTTTA AAAGAAGCCA ATTTAAAAAA GACAAACAAC AAAAAGAAGA AAAACACCCA
361 AAATAGGGCC GTATCTTCTT CATGGCGCGG GGTGGAGCAG CCCGGTAGCT CGTCAGGCTC
Figure 1. Characterization ot the 5S rRNA gcnc ot B. baicllfi)rmni,s. A. Partial
restriction map of the BamiiHI f'ragment of plMINII showing the positions of the
23S (3' end) and 5S rRNA aenes. Abbreviations: B. BaRHI; E. E(oRI: H. HinldIIl:
P. PstI: S. So/I. B. Nucleotide sequence of the 5S g-,ene (uniderlined) and its flankinp
sequences. The conserved GAAC sequcic is ovrnlincd. Inverted rcpcats ar1c
indicaIted bv arrows above the sequence.
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